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===================

Illness and death from diseases caused by contaminated food are a constant threat to public health and a significant impediment to socioeconomic development worldwide ([@B1]). The most frequent causes of foodborne illness are diarrheal disease agents, especially nontyphoidal *Salmonella* spp., which besides norovirus and *Campylobacter* spp., are also responsible for the majority of deaths due to foodborne disease ([@B2]). Certainly, *Salmonella enterica* subsp. *enterica* serovar Typhimurium infections represent the majority of this foodborne disease burden, since it leads the top 15 most common serovars worldwide ([@B3]).

Through this report, we announce two draft genome sequences that represent a collection of *Salmonella* Typhimurium strains isolated between 2011 and 2015 in two totally distinct geographical regions in Rio de Janeiro State, Brazil. Strain CCRJ_26 is multidrug resistant (MDR) and was isolated in 2015 from a swine carcass swab. Sequencing generated 176 contigs, a G+C content of 52.0%, and a total size of 4.9 Mbp, as expected for *Salmonella* species ([@B4]). Strain PPRJ_27 was isolated in 2011 from a chicken carcass swab. Sequencing generated 128 contigs, a G+C content of 52.2%, and a total size of 4.8 Mbp, also as expected for *Salmonella* species. The whole-genome sequencing was generated using paired-end sequencing (2 × 250 bp) and performed on the Illumina MiSeq platform, according to the manufacturer's suggested protocols for generation of Nextera-XT libraries ([@B5]). DNA samples were multiplexed using Illumina-supplied barcodes, and DNA pools were size selected to be in the range of 600 to 1,000 bp (average peaks, \~800 bp). *De novo* assembly was carried out using Geneious 10.0.7 (Biomatters, Auckland, New Zealand), with Velvet 1.2.10 set at default for all parameters ([@B6]).

These data are not the first announcements of *S*. Typhimurium sequences in Brazil. Recently, 40 draft genome sequences from a collection of *S*. Typhimurium strains isolated from humans and food in Brazil were submitted to GenBank ([@B7]). However, none of those strains come from Rio de Janeiro State in Brazil. We believe that information about our strains may complement that previous publication and will provide support in future research of *S*. Typhimurium molecular epidemiology. More information about the genome characteristics will be detailed in future publications.

Accession number(s). {#s1}
--------------------

This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession numbers [MVJI00000000](https://www.ncbi.nlm.nih.gov/nuccore/MVJI00000000) and [MVIX00000000](https://www.ncbi.nlm.nih.gov/nuccore/MVIX00000000). The versions described in this paper are versions MVJI01000000 and MVIX00000000, respectively.
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